ABSTRACT White spot disease, caused by the white spot syndrome virus (WSSV), has caused major losses in shrimp farming in Egypt since 2009. The genome sequence of the WSSV-Egypt isolate will be valuable in epidemiological studies to delineate the origin and spread of WSSV in Egypt and elsewhere in the world.
assembled data were stored in the Gap4 assembly database (17) . The Gap4 interface and its features were then used for editing the genome sequence. The complete WSSV-EG3 genome consists of 305,119 bp with 41.0% GC content and 245 open reading frames (ORFs). The average nucleotide identity (ANI) was determined with other WSSV strains with default parameters. The ANI values of WSSV-Egypt compared to those of other WSSV isolates were as follows: 99.81% (Australia), 99.79% (Brazil), 100% (China-CN), 99.94% (China-CN01), 99.82% (China-CN02), 99.84% (China-CN03), 98.33% (India), 99.89% (Korea), 99.8% (Mexico), 98.75% (Taiwan), and 95.22% (Thailand). These genome data are valuable in determining the origin and spread of WSSV in Egypt and elsewhere in the world.
Data availability. This whole-genome sequence of the WSSV Egypt (WSSV-EG3) isolate has been deposited in GenBank under the accession no. KR083866.
